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Abstract
Background
Studies of the functional consequences of DCM-causing mutations have been limited to a
few cases where patients with known mutations had heart transplants. To increase the num-
ber of potential tissue samples for direct investigation we performed whole exon sequencing
of explanted heart muscle samples from 30 patients that had a diagnosis of familial dilated
cardiomyopathy and screened for potentially disease-causing mutations in 58 HCM or
DCM-related genes.
Results
We identified 5 potentially disease-causingOBSCNmutations in 4 samples; one sample
had twoOBSCNmutations and one mutation was judged to be not disease-related. Also
identified were 6 truncating mutations in TTN, 3 mutations inMYH7, 2 in DSP and one each
in TNNC1, TNNI3,MYOM1, VCL, GLA, PLB, TCAP, PKP2 and LAMA4. The mean level of
obscurin mRNA was significantly greater and more variable in healthy donor samples than
the DCM samples but did not correlate with OBSCNmutations. A single obscurin protein
band was observed in human heart myofibrils with apparent mass 960 ± 60 kDa. The three
samples with OBSCNmutations had significantly lower levels of obscurin immunoreactive
material than DCM samples without OBSCNmutations (45±7, 48±3, and 72±6% of control
level).Obscurin levels in DCM controls, donor heart and myectomy samples were the same.
Conclusions
OBSCNmutations may result in the development of a DCM phenotype via haploinsuffi-
ciency. Mutations in the obscurin gene should be considered as a significant causal factor
of DCM, alone or in concert with other mutations.
PLOS ONE | DOI:10.1371/journal.pone.0138568 September 25, 2015 1 / 10
OPEN ACCESS
Citation: Marston S, Montgiraud C, Munster AB,
Copeland O, Choi O, dos Remedios C, et al. (2015)
OBSCN Mutations Associated with Dilated
Cardiomyopathy and Haploinsufficiency. PLoS ONE
10(9): e0138568. doi:10.1371/journal.pone.0138568
Editor: Kumarasamy Thangaraj, Centre for Cellular
and Molecular Biology, INDIA
Received: June 24, 2015
Accepted: August 1, 2015
Published: September 25, 2015
Copyright: © 2015 Marston et al. This is an open
access article distributed under the terms of the
Creative Commons Attribution License, which permits
unrestricted use, distribution, and reproduction in any
medium, provided the original author and source are
credited.
Data Availability Statement: All relevant data are
within the paper and its Supporting Information files.
Funding: Support was provided by British Heart
Foundation programme grant RG/11/20/29266
[https://www.bhf.org.uk/research]. The funders had no
role in study design, data collection and analysis,
decision to publish, or preparation of the manuscript.
Competing Interests: The authors have declared
that no competing interests exist.
Abbreviations: DCM, dilated cardiomyopathy; HCM,
hypertrophic cardiomyopathy; IDCM, idiopathic
dilated cardiomyopathy; FDCM, familial dilated
Introduction
Dilated Cardiomyopathy is a common disease of the myocardium characterised by dilated ven-
tricles and impaired contractility in the absence of any apparent cause, such as coronary artery
disease, myocardititis, hypertension, hypertrophic cardiomyopathy or valve disease[1]. Dilated
cardiomyopathy frequently leads to heart failure that requires heart transplant.
It is estimated that at least 40% of DCM cases are inherited. Mutations in over 50 genes
have been associated with familial DCM, mostly encoding sarcomeric, Z disc and costamere
proteins [2]. Truncating mutations in the TTN gene have recently been demonstrated to be the
most common cause of FDCM, being identified in around 25% of cases [3, 4]. Studies of the
functional consequences of DCM-causing mutations have been limited to a few cases where
patients with known mutations had heart transplants [5]. In order to increase the number of
potential tissue samples for direct investigation we performed whole exon sequencing of
explanted heart muscle samples from 30 patients in the Sydney Heart Bank that had a diagnosis
of familial dilated cardiomyopathy. We found potential disease-causing variants in 23 of the
patients, mostly in the known DCM-associated genes, including 6 titin truncating mutations.
In addition we found 3 mutations in the OBSCN gene that codes for obscurin that suggest this
may be a significant cardiomyopathy-associated gene.
Obscurin is a component of the sarcomere that is found bound near the M-line or Z-disk. It
has been shown to interact with titin, myomesin and small ankyrin1 and has been proposed to
be a structural protein linking the M-line of the sarcomere to the sarcoplasmic reticulum[6–9].
Little is known of it role in the heart: it is reported to be up-regulated in hypertrophic heart
[10] but an obscurin knockout mouse exhibited only mild myopathy [11]. Only one mutation
in OBSCN has been reported associated with cardiomyopathy; Arimura et al found
Arg4344Gln to be related to hypertrophic cardiomyopathy [12]. OBSCN mutations have not
previously been reported associated with dilated cardiomyopathy, however, obscurin is
expressed in a range of alternatively spliced isoforms in most tissues and OBSCN mutations
have been associated with several types of cancer [13, 14].
In this manuscript we have identified OBSCN mutations potentially associated with dilated
cardiomyopathy and have investigated the properties of the heart muscles containing OBSCN
mutations. We have found that Obscurin expression levels are abnormal when OBSCN is
mutated.
Materials and Methods
We used tissue samples from explanted hearts in the Sydney Heart bank (listed in Supplement
A). 30 patients with a diagnosis of familial DCM or idiopathic DCM requiring transplant at a
young age were selected for sequencing and further studies. As controls we studied muscle
from 6 donor hearts and 3 myectomy samples from patients with HCM (Fig B in S1 File).
Donor hearts had no history of cardiac disease and normal ECG and ventricular function and
were obtained when no suitable transplant recipient was found. Ethical approval was granted
by the Research Integrity, Human Research Ethics Committee, University of Sydney (Protocol
No 15401) for collection and distribution of the human heart samples and by the NHS
National Research Ethics Service, South West London REC3 (10/H0803/147) for study of the
samples. Patients gave written consent with PIS approved by the relevant ethical committee.
All samples are anonymised. The investigations conform to the principles of the Declaration of
Helsinki. The functional characteristics of some of the donor heart and myectomy samples
have been previously reported.[15, 16].
For the genetic investigations we studied a control cohort of patients previously treated with
doxorubicin who did not develop heart failure, as previously described [17].
OBSCNMutations and Dilated Cardiomyopathy
PLOS ONE | DOI:10.1371/journal.pone.0138568 September 25, 2015 2 / 10
cardiomyopathy; q-RT-PCR, quantitative reverse
transcriptase polymerase chain reaction; SDS-PAGE,
sodium dodecyl sulphate polyacrylamide gel
electrophoresis; LVEF, left ventricular ejection
fraction; LVEDD, left ventricular end-diastolic
diameter; LVESD, left ventricular end-systolic
diameter; FS, fractional shortening; IHD, ischemic
heart disease; CAD, coronary artery disease; EVS,
Exon Variants Server; ESE_GAIN, gain of a new
exonic splice enhancer element; ESE_LOSS, loss of
a exonic splice enhancer element;
ESE2ESS_CHANGE, an exonic enhancer element
changes into a silencer element.
DNA extraction, whole exome sequencing, pyrosequencing, RNA extraction, q-RT-PCR,
SDS-PAGE electrophoresis, western blotting and immunofluorescence microscopy were per-
formed by standard methods described in the supplemental methods in S1 File. Obscurin
sequences determined were compared with the canonical Obscurin B sequence: RefSeq
NP_001092093 and UniProt Q5VST9.
Results
We studied muscle samples from 30 explanted hearts of patients with end-stage heart failure
and a diagnosis of familial dilated cardiomyopathy. Whole exon sequence data from the patient
cardiac muscle samples was screened for potentially disease-causing variants in 58 genes previ-
ously implicated in HCM or DCM (Fig C in S1 File). The initial screen identified 5 OBSCN
variants in 4 samples (D4, D14, D20 and D21; D14 contained 2 OBSCN variants, Fig 1).
Also identified were 6 truncating mutations in TTN, 3 mutations in MYH7, 2 in DSP and
one each in TNNC1, TNNI3, MYOM1, VCL, GLA, PLB, TCAP, PKP2 and LAMA4 (Fig A in S1
File). The sequencing confirms mutations in TNNC1 (D1) and TNNI3 (D2) that have been pre-
viously studied [5, 18]. In addition to the OBSCNmutations, D4 also had a DSP mutation and
D21 also had a SCN5Amutation. The OBSCNmutations were confirmed by pyrosequencing.
In the “1000 genomes” database one of the mutations in D14 (pF2809V) was found to be
present in 14% of genomes and once in our 450 control samples but the other variants were
absent. In the Exome Variant Server database, that includes both normal and pathological
Fig 1. Clinical and genetic data of the 4 heart samples with potentially disease-causingOBSCNmutations. The locations of the mutations in the
Obscurin B domain diagram are shown, based on the model of Ackerman et al. 2014 (ref 14) (Fig E in S1 File)
doi:10.1371/journal.pone.0138568.g001
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genomes, both the mutations in D14 were found (pV2161D at 0.03% and pF2809V at 0.08%)
and the mutation in D21 was found at 0.2%. All the missense mutations affect fully conserved
residues in OBSCN (Fig D in S1 File) except for D21. We therefore excluded D21 as a potential
disease-causing mutation.
We investigated the expression of obscurin in the myofibrillar fraction of human heart mus-
cle samples. The obscurin protein band was barely visible on SYPRO-ruby stained SDS-PAGE
gels. Obscurin was positively identified in Western blots using antibodies to domains 13, 58
and 59 ([8], Fig E in S1 File); all three antibodies produced similar results. Obscurin had an
apparent mass of around 963±64kDa based on its migration distance on 2% agarose/2% poly-
acrylamide SDS-PAGE calibrated with titin and Myosin heavy chain. No lower molecular
weight peptides were detected in any samples with any antibody. DCM samples with obscurin
mutations were indistinguishable from DCM samples without obscurin mutations and donor
heart samples on Western blots (Fig 2). The obscurin band in the myofibrillar fraction was
quantified on SDS-PAGE relative to α-actinin in the same lane (Fig 3).
Obscurin mutants D4, D14 and D20 exhibited significantly lower levels of obscurin protein
compared with the other DCM samples and controls (D4, 45±7%, p =<0.0001, n = 8, D14, 48
±3%, p =<0.0001, n = 21 and D20, 72±6%, p =<0.014, n = 14). The level of obscurin in myofi-
brils was not significantly different between donor, DCM (no OBSCNmutation) and HCM
(myectomy) controls.
Fig 2. Analysis of obscurin protein expression in tissue samples. Left: Identification of obscurin in cardiac myofibrils by 2% agarose/2% PAA/SDS gel
electrophoresis. Left, SYPRORuby protein stain, Right Western blot Ob59 antibody. Centre: Obscurin expression in myofibrils. Western blot of 4–18%
gradient SDS-PAGE. Left: membrane stained with MemCode protein stain, right: probed with Ob59 antibody. For quantification obscurin was normalised to
α-actinin. Right: Identification of obscurin in whole heart muscle homogenates. Top, MemCode protein stain; bottom, Western blot with Ob59 antibody.
doi:10.1371/journal.pone.0138568.g002
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In heart muscle homogenates multiple isoforms of Obscurin were detected, notably at 960,
420 and 250kDa (Fig 2C). Quantification of the total obscurin (sum of 960,420 and 250kDa
bands) revealed substantial obscurin haploinsufficiency in all the Obscurin mutant samples rel-
ative to donor heart (Fig G in S1 File). The relative quantities of the three bands was not signifi-
cantly different between donor and obscurin mutant-containing heart muscle samples, but we
noted an interesting regional variation of the proportions of obscurin isoforms. D16 –D30 are
atrial samples whilst the D1–D15 and donor and myectomy controls are from left ventricle; we
noted that atrial muscle contained significantly more 963kDa band (60.3±5.1%) and less
250kDa band than ventricular tissue (34.3±4.9%, p = 0.00033) (Fig G in S1 File)
We measured obscurin mRNA expression in the cardiomyopathy tissue samples and in
controls. The expression of obscurin mRNA is low (ratio =< 0.03) compared to the expression
Fig 3. Quantification of Obscurin content of human cardiac myofibrils. A. 4–18% SDS-PAGE of muscle myofibril fraction. Western blot reversibly
stained for total protein by MemCode and then probed with Obscurin antibody Ob59. Obscurin band is normalized to the α-actinin band as a loading control
and further normalized to D21, present in every slab gel to control for inter-gel variation. B. Relative obscurin protein level normalised to D21. D4, D14, and
D20 are compared with 7 DCM samples without obscurin mutations, 6 donor heart samples and 3 myectomy samples (described in S1 File Figs A, B). Data
from 22 slab gels similar to that in 2A pooled. The bars represent sem for replicate measurements on the same sample.
doi:10.1371/journal.pone.0138568.g003
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of GAPDH in all samples and variable between the DCM samples and donor heart or HCM
heart (myectomy) samples used as control (Fig F in S1 File). When normalised, the mean level
of obscurin mRNA was significantly greater and more variable in donor samples than the
DCM samples, however the obscurin mRNA content of DCM samples with obscurin muta-
tions was not significantly different from the DCMmutations without obscurin mutations.
Finally, we studied the human tissue samples by immunofluorescence microscopy using
obscurin, myomesin (M line) and α-actinin (z-disc)-specific antibodies (Fig 4). These clearly
showed that obscurin was located at the level of the M-line, coincident with the myomesin
label and complementary to the α-actinin (z-disc) label. We could not detect any consistent dif-
ference in obscurin quantity or location between samples containing obscurin mutations and
donor heart samples.
Discussion
Whole exome sequencing of explanted heart samples from 30 selected patients with end-stage
heart failure, most of which were diagnosed with familial DCM, revealed 26 potentially dis-
ease-causing variants in 14 genes, 10 of which have been previously reported ((Fig A in S1
File). This finding of many potentially disease causing mutations in end-stage DCM patients in
our small sample correlates with Roberts et al finding in a large population that TTN trunca-
tion mutations had a>96% probability of pathogenicity when found in end-stage DCM
patients [4].
In addition to the known cardiomyopathy-causing genes, we found 4 novel potentially dis-
ease-causing variants in the OBSCN gene (Fig 1). This frequency is unexpectedly high since
OBSCN mutations have only rarely been linked with any cardiomyopathy. One mutation has
been described associated with HCM (in domain 58) and several associated with various forms
of cancer[12, 19]. This is thus the first description of an association between OBSCN mutations
and dilated cardiomyopathy. We have also investigated obscurin protein levels and have estab-
lished that the OBSCNmutations are associated with reduced obscurin expression levels,
which points to haploinsufficiency as a possible disease causing mechanism.
15% of the potentially disease-causing variants identified in our samples, were in the
OBSCN gene; this frequency is similar to that found for TTN truncating mutations that have
been proposed as the major gene associated with DCM [4]. Thus, OBSCNmutations may also
be significant contributors to DCM burden. The reason why OBSCNmutations have not been
detected before is probably because the large size of the gene has precluded investigation.
One of the variants (D20) was not found in any control population (Fig 1). This mutation is
located in the PH domain of obscurin that has been proposed to interact with RhoA. D14 con-
tained two variants in OBSCN, one of which (F2809V) was present at 14% in the 1000 genomes
database and lower frequencies in the Exon Variants Server (EVS) and our cohort of 460 cancer
patients; the other (V2161D) was found at a low frequency in the EVS database only; there is
no evidence that the two mutations in D14 have been found together before. It is noted that D4
also contained the DSP variant p.R1537C, which was excluded as a disease-causing mutation
previously [20]. Mutations in D4 and D14 are in Ig domains with no documented interaction
with other proteins. The D21 OBSCNmutation is considered not disease-causing since the
affected amino-acid is not conserved between species and the mutation is present in control
populations; moreover, this sample also contains the SCN5Amutation p.S216L, which has
been linked to Brugada syndrome[21] and may be a more likely cause of the end-stage heart
failure in this patient.
Little is known about obscurin in human heart muscle. When we tested the expression of
obscurin in the myofibril fraction of human heart tissue samples we found that Obscurin was
OBSCNMutations and Dilated Cardiomyopathy
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Fig 4. Immunofluorescence images of donor andOBSCNmutation- containing human heart tissue
sections labelled with Ob59 antibody (green) and anti- α-actinin or anti-myomesin (red). The
monochrome panels show the obscurin immunofluorescence on its own.
doi:10.1371/journal.pone.0138568.g004
OBSCNMutations and Dilated Cardiomyopathy
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present as a single band in all samples with an apparent molecular mass of 960kDa, equivalent
to the Obscurin B isoform although smaller, presumably non-muscle, isoforms were observed
in the cytoplasm [14]. OBSCN variants D4, D14 and D20 were associated with haploinsuffi-
ciency in the myofibrillar fraction, with obscurin expression in the range 45–72% of the con-
trols (Fig 3). and this was also apparent in whole tissue (Fig G in S1 File). Parallel
measurements of the titin content in the heart samples with titin truncating mutations (Fig A
in S1 File) did not show any evidence of titin haploinsufficiency in agreement with [4]. Hap-
loinsufficiency has not previously been reported as a significant factor in DCM but it has been
observed in HCM: haploinsufficiency of up to 25% has been shown to be common inMYBPC3
mutations that cause HCM [22, 23]. Nonsense-mediated mRNA decay and degradation of pro-
tein via the ubiquitin-proteasome system have been suggested as major pathways for haploin-
sufficiency [24], however the mRNA measurements did not provide any evidence for a
mutation-related decrease in total obscurin mRNA (Fig F in S1 File). Obscurin is bound to the
myofibril through titin and myomesin, and to the sarcoplasmic reticulum through small
ankyrin-1[8, 25], consistent with its location at the M-line (Fig 4). Weakening of obscurin
binding to the myofibril could cause the observed reduced obscurin content, however this is
unlikely to be the cause of the reduced obscurin content of myofibrils since obscurin was also
less abundant in whole tissue extract (Fig G in S1 File). Moreover, we did not detect any reduc-
tion or relocation of obscurin associated with the mutations by immunofluorescence micros-
copy (Fig 4).
Conclusion
We have identified OBSCN as a new human cardiomyopathy gene and mutations in this gene
should be considered as a significant cause of DCM alone or in concert with another mutation.
Disease-related OBSCN mutations cause haploinsufficiency that could account for the devel-
opment of a DCM phenotype and merit further investigation.
Supporting Information
S1 File. A. Table of muscle samples studied and putative disease-causing mutations found. B.
Patient data for the donor heart muscle used as controls in this study. C. WES sequencing pro-
tocols: left, list of genes tested for mutations, right filter conditions used to find the potential
disease-causing mutations. D. Alignment of Obscurin B isoforms in human, mouse, mole rat
and turtle. Only the regions of the sequence with mutations are shown. E. Domain diagram of
the two large muscle isoforms of obscurin. Location of mutations and the epitopes of Ob13,
Ob58 and Ob59 are shown. F. Relative Obscurin mRNA content of heart muscle samples nor-
malised to GAPDHmRNA. G. Relative obscurin protein expressed in whole homogenates of
heart muscle. A) Western blots of whole heart muscle homogenates separated by SDS- PAGE
(See Fig 2). Top Memcode protein stain, bottom Ob59 anti-obscurin antibody. B) Calculated
relative obscurin levels using the method as shown in Fig 3. Results from individual lanes are
shown. C) Relative proportions of the three obscurin bands in atrial and ventricular muscle
homogenates.
(PDF)
Acknowledgments
We thank Prof Mathias Gautel (King’s College London) for the gift of the anti-obscurin anti-
bodies. The exome and pyrosequencing date were generated at the Cologne Center for
Genomics.
OBSCNMutations and Dilated Cardiomyopathy
PLOS ONE | DOI:10.1371/journal.pone.0138568 September 25, 2015 8 / 10
Author Contributions
Conceived and designed the experiments: SM RK. Performed the experiments: CM AEM O.
Copeland O. Choi ABM EE. Analyzed the data: SM CM AEMO. Copeland ABM EE RK. Con-
tributed reagents/materials/analysis tools: CdR. Wrote the paper: SM CM AEM CdR ABM EE
RK.
References
1. Maron BJ, Towbin J, Thiene G, Antzelevitch C, Corrado D, Arnett D, et al. Contemporary definitions and
classification of the cardiomyopathies: an American Heart Association Scientific Statement from the
Council on Clinical Cardiology, Heart Failure and Transplantation Committee; Quality of Care and Out-
comes Research and Functional Genomics and Translational Biology Interdisciplinary Working Groups;
and Council on Epidemiology and Prevention. Circulation. 2006; 113:1807–16. PMID: 16567565
2. Hershberger RE, Hedges DJ, Morales A. Dilated cardiomyopathy: the complexity of a diverse genetic
architecture. Nat Rev Cardiol. 2013 Jul 30; 10(9):531–47. PMID: 23900355. doi: 10.1038/nrcardio.
2013.105
3. Herman DS, Lam L, Taylor MRG, Wang L, Teekakirikul P, Christodoulou D, et al. Truncations of titin
causing dilated cardiomyopathy. New Eng J Med. 2012 Mar 16; 366(7):619–28. English. doi: 10.1056/
NEJMoa1110186 PMID: 22335739
4. Roberts AM, Ware JS, Herman DS, Schafer S, Baksi J, Bick AG, et al. Integrated allelic, transcriptional,
and phenomic dissection of the cardiac effects of titin truncations in health and disease. Sci Transl
Med. 2015 Feb 14; 7(270):270ra6. PMID: 25589632. English. doi: 10.1126/scitranslmed.3010134
5. Dyer E, Jacques A, Hoskins A, Ward D, Gallon C, Messer A, et al. Functional Analysis of a Unique Tro-
ponin C Mutation, Gly159Asp that Causes Familial Dilated Cardiomyopathy, Studied in Explanted
Heart Muscle. Circ Heart Fail. 2009; 2:456–64. doi: 10.1161/CIRCHEARTFAILURE.108.818237 PMID:
19808376
6. Gautel M. The sarcomeric cytoskeleton: who picks up the strain? Current opinion in cell biology. 2011;
23:39–46. doi: 10.1016/j.ceb.2010.12.001 PMID: 21190822
7. Kontrogianni-Konstantopoulos A, Ackermann MA, Bowman AL, Yap SV, Bloch RJ. Muscle giants:
molecular scaffolds in sarcomerogenesis. OBSCURIN. Physiol Rev. 2009 Sep 29; 89(4):1217–67.
PMID: 19789381. Pubmed Central PMCID: PMC3076733. English. doi: 10.1152/physrev.00017.2009
8. Fukuzawa A, Lange S, Holt M, Vihola A, Carmignac V, Ferreiro A, et al. Interactions with titin and myo-
mesin target obscurin and obscurin-like 1 to the M-band: implications for hereditary myopathies. J Cell
Sci. 2008 Jul 01; 121(Pt 11):1841–51. PMID: 18477606. English. doi: 10.1242/jcs.028019
9. Fukuzawa A, Idowu S, Gautel M. Complete human gene structure of obscurin: implications for isoform
generation by differential splicing. Journal of muscle research and cell motility. 2006 May 20; 26(6–
8):427–34. PMID: 16625316. English.
10. Borisov AB, Raeker MO, Kontrogianni-Konstantopoulos A, Yang K, Kurnit DM, Bloch RJ, et al. Rapid
response of cardiac obscurin gene cluster to aortic stenosis: differential activation of Rho-GEF and
MLCK and involvement in hypertrophic growth. Biochem Biophys Res Commun. 2003 Oct 24; 310
(3):910–8. PMID: 14550291. English.
11. Lange S, Ouyang K, Meyer G, Cui L, Cheng H, Lieber RL, et al. Obscurin determines the architecture of
the longitudinal sarcoplasmic reticulum. Journal of cell science. 2009 Aug 01; 122(Pt 15):2640–50.
PMID: 19584095. Pubmed Central PMCID: PMC2909316. English. doi: 10.1242/jcs.046193
12. Arimura T, Matsumoto Y, Okazaki O, Hayashi T, Takahashi M, Inagaki N, et al. Structural analysis of
obscurin gene in hypertrophic cardiomyopathy. Biochem Biophys Res Commun. 2007 Oct 19; 362
(2):281–7. PMID: 17716621. English.
13. Perry NA, AckermannMA, Shriver M, Hu L-YR, Kontrogianni-Konstantopoulos A. Obscurins: unassum-
ing giants enter the spotlight. IUBMB Life. 2013 Jul; 65(6):479–86. PMID: 23512348. Pubmed Central
PMCID: PMC3957234. English. doi: 10.1002/iub.1157
14. Ackermann MA, Shriver M, Perry NA, Hu L-YR, Kontrogianni-Konstantopoulos A. Obscurins: Goliaths
and Davids Take over Non-Muscle Tissues. PloS one. 2014 Feb 06; 9(2):e88162. English. doi: 10.
1371/journal.pone.0088162 PMID: 24516603
15. Messer AE, Jacques AM, Marston SB. Troponin phosphorylation and regulatory function in human
heart muscle: Dephosphorylation of Ser23/24 on troponin I could account for the contractile defect in
end-stage heart failure. J Mol Cell Cardiol. 2007; 42(1):247–59. PMID: 17081561.
16. Bayliss CR, Jacques AM, Leung M-C, Ward DG, Redwood CS, Gallon CE, et al. Myofibrillar Ca2+-Sen-
sitivity Is Uncoupled From Troponin I Phosphorylation In Hypertrophic Obstructive Cardiomyopathy
Due To Abnormal Troponin T. Cardiovasc Res. 2012 Oct 24; 97(4):500–8. PMID: 23097574. English.
OBSCNMutations and Dilated Cardiomyopathy
PLOS ONE | DOI:10.1371/journal.pone.0138568 September 25, 2015 9 / 10
17. Knoell R, Postel R, Wang J, Kraetzner R, Hennecke G, Vacaru AM, et al. Laminin-alpha4 and integrin-
linked kinase mutations cause human cardiomyopathy via simultaneous defects in cardiomyocytes and
endothelial cells. Circulation. 2007; 116:515–25. PMID: 17646580
18. MemoM, Leung M-C, Ward DG, dos Remedios C, Morimoto S, Zhang L, et al. Mutations in thin Fila-
ment Proteins that Cause Familial Dilated Cardiomyopathy Uncouple Troponin I Phosphorylation from
Changes in Myofibrillar Ca2+-Sensitivity. Cardiovasc Res. 2013 Apr 27; 99(1):65–73. PMID:
23539503. English. doi: 10.1093/cvr/cvt071
19. Balakrishnan A, Bleeker FE, Lamba S, Rodolfo M, Daniotti M, Scarpa A, et al. Novel somatic and germ-
line mutations in cancer candidate genes in glioblastoma, melanoma, and pancreatic carcinoma. Can-
cer Res. 2007 May 15; 67(8):3545–50. PMID: 17440062. English.
20. den Haan AD, Tan BY, Zikusoka MN, Llado LI, Jain R, Daly A, et al. Comprehensive Desmosome
Mutation Analysis in North Americans With Arrhythmogenic Right Ventricular Dysplasia/Cardiomyopa-
thy. Circulation: Cardiovascular Genetics. 2009 Oct 20; 2(5):428–35. English.
21. Marangoni S, Di Resta C, Rocchetti M, Barile L, Rizzetto R, Summa A, et al. A Brugada syndrome
mutation (p.S216L) and its modulation by p.H558R polymorphism: standard and dynamic characteriza-
tion. Cardiovasc Res. 2011 Aug 16; 91(4):606–16. English. doi: 10.1093/cvr/cvr142 PMID: 21705349
22. Marston S, Copeland On, Gehmlich K, Schlossarek S, Carrrier L. How do MYBPC3mutations cause
hypertrophic cardiomyopathy? Journal of muscle research and cell motility. 2012 Jun 17; 33(1):75–80.
ENG. doi: 10.1007/s10974-011-9268-3 PMID: 22057632
23. Marston S, Copeland O, Jacques A, Livesey K, Tsang V, McKennaWJ, et al. Evidence from human
myectomy samples that MYBPC3mutations cause hypertrophic cardiomyopathy through haploinsuffi-
ciency. Circ Res. 2009; 105(3):219–22. doi: 10.1161/CIRCRESAHA.109.202440 PMID: 19574547
24. Schlossarek S, Englmann DR, Sultan KR, Sauer M, Eschenhagen T, Carrier L. Defective proteolytic
systems in Mybpc3-targeted mice with cardiac hypertrophy. Basic Res Cardiol. 2012 Feb; 107(1):235.
PMID: 22189562. English. doi: 10.1007/s00395-011-0235-3
25. Kontrogianni-Konstantopoulos A, Jones EM, Van Rossum DB, Bloch RJ. Obscurin is a ligand for small
ankyrin 1 in skeletal muscle. Mol Biol Cell. 2003 Apr; 14(3):1138–48. PMID: 12631729. Pubmed Cen-
tral PMCID: PMC151585. English.
OBSCNMutations and Dilated Cardiomyopathy
PLOS ONE | DOI:10.1371/journal.pone.0138568 September 25, 2015 10 / 10
